The complete mitochondrial genome of Nepa hoffmanni (Hemiptera: Heteroptera: Nepidae).
The complete mitochondrial genome (mt-genome) of Nepa hoffmanni has been reported in this study. This mitochondrial genome is 15 774 bp long, with an A + T content of 72.04%, containing the typical 37 genes (13 protein-coding genes (PCGs), 22 transfer RNA genes, and two ribosomal RNA genes) and a control region. All genes are arranged in the same gene order as most other known heteropteran mt-genome. This is the second completely sequenced mt-genome from the family Nepidae of Nepomorpha. Bayesian analyses were performed using the mt-genome of Nepa hoffmanni and its relatives, including 17 taxa, showing a reasonable placement of Nepa hoffmanni.